: Sampling scheme for metaproteomics and 16S-rRNA sequencing. Red dots: samples for metaproteomics, Black dots: samples for 16s-rRNA gene sequencing, A-J: individual infants. Table S2 : Contents of the in-house generated protein database. Table S3 : Correlation between 16S-and protein-based taxonomic classification. P-values below 0.05 are considered significant (Spearman correlation with Monte Carlo permutation 10.000x). Table S4 : Relative abundance of Bifidobacterium-derived beta-galactosidase and ABC transporters for oligosaccharides during postnatal weeks 3-6. Relative abundances were calculated using iBAQ intensities. Figure S1 : Weighted unifrac distance between (A) and within (B) infants. A: Unifrac distance was determined with samples collected from all infants at time points meconium, week 1 and week 2 to show variation between infants at these time points. B: Unifrac distance was determined with samples collected from each infant during the first two postnatal weeks to show variation within infants. Mec: meconium, A-J: individual infants 
